Isolation of the pathogen. Several wilted safflower were observed in May, 2015 in Jeonju, Korea. The symptoms appeared as brown discoloration of leaves on the lower part of stem (Fig. 1A) . The infected plants were wilted with sudden dropping of leaves (Fig. 1B) . Severely infected plants were covered by whitish fungal mass (arrow) (Fig. 1C) . Small pieces of stem from the diseased plant were sterilized with 75% ethanol and 1% sodium hypochlorite for 30 seconds followed by 2 times washing with sterile distilled water. They were placed onto water agar and incubated at 25 o C. After 2 days, hyphal tips of the emerging fungus were transferred onto potato dextrose agar (PDA; Difco, Sparks, MD, USA) medium to pure ©The Korean Society of Plant Pathology cc This is an open access article distributed under the terms of the Creative Commons Attribution Non-Commercial License (http://creativecommons.org/ licenses/by-nc/4.0/), which permits unrestricted non-commercial use, distribution, and reproduction in any medium, provided the original work is properly cited.
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Res. Plant Dis. 22(2): 111-115 (2016) produced whitish colony with aerial mycelia on PDA, becoming tinged in orange color ( Fig. 2A) . The mycelial growth of isolated fungi H226 on PDA for 7 days were founded to be optimum at 23 o C-25 o C. Microconidia were produced in chains or in false heads (Fig. 2B ). Macroconidia were subfalcate to needlelike, usually 3-5 septate, hyaline, smooth, 38.0-66.7×2.9-4.4 µm (Fig. 2C ). Microconidia were clavate with a truncate base, 0-1 septate, hyaline, smooth, 5.3-14.7×2.9-3.5 µm (Fig. 2D ). Conidiophores were cylindrical, often proliferated, branched or unbranched, with mono-and polyphialides. No clamydospores were observed. On the basis of morphological features, the isolated fungus was assumed as F.
proliferatum (Table 1) (Ichikawa and Takayuki, 2000; Nelson et al., 1983) .
Pathogenicity assay. Pathogenicity assay was conducted on 3 weeks old safflower plants in green house. The conidial suspension of H226 was prepared from 5-day-old culture grown on potato dextrose broth and adjusted to 4×10 6 conidia/ml. The conidia suspension (10 ml) was inoculated via drenching onto healthy safflowers grown in plastic pots, and then the inoculated plants were placed under green house. DNA using primer pairs ITS1/ITS4 and EF-1/EF-2, respectively (Geiser et al., 2004; Hsuan et al., 2011; White et al., 1990 proliferatum (accession Nos. FJ603514, KP732060, JX174033).
BLAST search using FUSARIUM-ID also showed 99% of similarity to TEF sequence of F. proliferatum (accession Nos. FD_01380, FD_01379, FD_01776) . Phylogenetic analysis of the ITS and TEF region sequences revealed that H226 isolate belongs to group of F. proliferatum (Fig. 3, 4 (Farr and Rossman, 2016) . To our knowledge, this is the first report of F. prolifera tum on safflower in Korea.
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